METHODS.
Selection of the Members for the Database. One representative protein domain entry, of the best resolution and R-factor from each family, is chosen for a preliminary alignment. NMR structures are considered equivalent to a 3.2A resolution crystal structure in the present context. Protein structural coordinates where been obtained from Protein Data Bank [2] and protein domain coordinates of the desired chain and domain boundaries considered in the superfamily are extracted using CHAINRESALL (unpublished) program. ATM2SEQ [8] is used to obtain the corresponding amino acid sequences and MALIGN [8] for a multiple-sequence alignment using a constant gap penalty of 40. MOTIFS (unpublished) provides a percentage identity matrix which is examined, to derive a nonredundant representative set of protein domains for the superfamily such that, no two proteins are more than 27% identical by the MALIGN alignment.
Genome Analysis of the Members of the Database. PSI-BLAST [9] , a sensitive method for identifying distant relatives and convenient for automatic searches was employed for genome analysis. The search was carried across 72 genomes out of which 41 were complete. Such searches were performed with 10 iterations and an E-value of 0.01, using each of the representative Superfamily members as a query against the genome databases. The genome sequences, which are either homologues or additional superfamily members, are aligned with the original structure-based alignment and reannotated using JOY [9] . Where possible, links to such structure-annotated alignments with genome sequence homologues of superfamily members are provided.
DISCUSSION. Genome analysis done for the members of PASS2 provides an overview of the nature of distribution of different superfamily in the different genomes. The JOY [9] annotation of the Superfamily member shows the structural environment of individual residues on the sequence alignment. Since the hits in the genomes where aligned along with the JOY annotated representative Superfamily member, one can have a notion of the plausible structural environment in these homologues though the structure may not known. One may access the database at http://www.ncbs.res.in/%7Efaculty/mini/campass/pass.html
